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the reads assigned to bacteria in each sample. SRA IDs corresponding to the 99 Datasets 4 , description of Bioinformatics methods and additional data about statistics and frequency distribution of detected bacteria are available as Supplementary Material. We searched for the presence of bacterial 16S rRNA sequences. The reads for each sample were used as query sequences for BLASTn against a custom 16S database using MG7 metagenomics profiling tool 5 . The database was built with the GenBank sequences corresponding to the sequences published in the RDP database (https://rdp.cme.msu.edu/index.jsp). Based on the BLASTn results we performed a subsequent taxonomic assignment to the NCBI taxonomy using 2 different assignment paradigms: weighted Lowest Common Ancestor (LCA) and Best BLAST Hit (BBH). This analysis was done using MG7 metagenomics profiling tool 5 ; this cloud-based bacterial community profiling tool (open source code available at GitHub https://github.com/ohnosequences/mg7) maps the input sequences against a database of bacterial 16S sequences using BLAST, and uses these hits to identify their taxonomic node through a BBH or a weighted LCA paradigm.
Given that we searched only for bacterial 16S sequences it is important to consider that the number of actual sequences from bacteria could be considerably higher since sequences from other bacterial genes would also be expressed in the samples. Figure 1 shows the percentage of the top 30 most abundant bacteria detected in the 99 samples using BBH taxonomic assignment paradigm. There are different bacterial diversity profiles both among samples and patients, although in some cases intra-patient commonalities are recognized. The top 10 most abundant taxa in all the samples (ranked using the average percentage of BBH assigned reads in all the samples) were uncultured Streptococcus sp., uncultured gamma proteobacterium, uncultured Pseudomonas sp., uncultured actinobacterium, uncultured cyanobacterium, uncultured Firmicutes bacterium, uncultured Staphylococcus sp., uncultured alpha proteobacterium, uncultured beta proteobacterium and uncultured Bacilli bacterium.
Strikingly all these taxa are uncultured bacteria. Symptoms of EVD often mimic those due to bacterial sepsis (http://www.who.int/csr/disease/ebola/clinical-care-summary.pdf). Negative bacterial blood culture in EBV patients with symptoms of bacteraemia or sepsis could be related with the fact that bacteria migth be unculturable. Some samples showed frequency peaks of taxa which were not abundant in the other samples. Uncultured Streptococcus, uncultured Staphylococcus, uncultured Actinobacterium, uncultured Clostridium or uncultured Bacilli bacterium were some of these sample-specific peaks. 
